Alpha Virus nspl alignment 



CLUSTAL W (1.82) multiple sequence alignment: 



SFV_nspl 
RRV_nspl 
ONV_nspl 
VEEV_nspl 
SinV nspl 



MAAK — VHV D I E AD S P F I KS LQKAFP S FE VE S LQVT PN DHAN ARA F S H LAT KL I E QET DK 58 
— MK — VT V D VE AD S P FLKALQKAFP A FE VE SQQVT PN DHAN ARA F S H LAT KL I E QE V PA 5 6 
-MDS — VYV D I D AD S AFLKALQQA Y PM FE VE PKQVT PN DHAN ARA F S H LAI KLIEQEIDP 57 
-MEK — VHVD I E E D S P FLRALQR S F PQ FE VE AKQVT DN DHAN ARAFS H LAS KL I E T E V D P 57 
-MEKPWNVDVDPQSPFWQLQKSFPQFEWAQQVTPNDHANARAFSHLASKLIELEVPT 59 



* * * * 
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DTLILDIGSAPSRRMMSTHKYHCVCPMRSAEDPERLDSYAKKLAAASGKVLDREIAGKIT 118 

NITILDVGSAPARRLMSDHSYHCICPMKSAEDPERLANYARKLAKTAGEVLDKNVSGKIT 116 

DSTILDIGSAPARRMMSDRKYHCVCPMRSAEDPERLANYARKLASAAGKVTDKNISGKIN 117 

SDTTLDIGSAPARRMYSKHKYHCICPMRCAEDPDRLYKYATKLKKNCKEITDKELDKKMK 117 

TAT I L D I G S AP ARRM FS E HQYHC VC PMR S PE D P DRMMKYAS KLAEKAC K I TNKN LHE K I K 119 



* * * . ****.** 
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DLQT VMAT PDAES PT FCLHT DVTCRT AAE VAV YQDVYAVHAPT S LYHQAMKGVRTAYW IG 178 

DLQDVMATPDLESPTFCLHTDETCRTRAEVAVYQD VHAPT S LYHQAMKGVRTVYW IG 17 3 

DLQAVMAVPNMETSTFCLHTDATCKQRGDVAIYQDVYAVHAPTSLYHQAIKGVRVAYWIG 177 

ELAAVMSDPDLETETMCLHDDESCRYEGQVAVYQDVYAVDGPTSLYHQANKGVRVAYWIG 17 7 

D LRT VL DT P DAE TPS LC FHN D VT CNMRAE Y S VMQ DVY - IN APGT I YHQAMKG VRT L YW IG 178 
. * * . * . * . . . * . * * . * . . . * * . * ..**** * * * * * * ** 



SFV_nspl 
RRV_nspl 
ONV_nspl 
VEEV_nspl 
SinV nspl 



FDTTPFMFDALAGAYPTYATNWADEQVLQARNIGLCAASLTEGRLGKLSILRKKQLKPCD 238 

FDTTPFMFEWAGAYPTYSTNWADEQVLQARNIGLCATSLSEGHRGKISIMRKKRLRPSD 233 

FDTTPFMYNAMAGAYPSYSTNWADEQVLKAKNIGLCSTDLSEGRRGKLSIMRGKKLKPCD 237 

FDTTPFMFKNLAGAYPSYSTNWADETVLTARNIGLCSSDVMERSRRGMSILRKKYLKPSN 237 

FDTTQFMFSAMAGSYPAYNTNWADEKVLEARNIGLCSTKLSEGRTGKLSIMRKKELKPGS 238 
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TVMFSVGSTLYTESRKLLRSWHLPSVFHLKGKQSFTCRCDTIVSCEGYWKKITMCPGLY 298 
-RMFSVG-TLYIESRRLLKSWHLPSVFHLKGKNSFTCRCDTIVSCEGYWKKITMSPGTY 291 
RVLFSVGSTLYPESRKLLQSWHLPSVFHLKGKLSFTCRCDTIVSCEGYWKRVTMSPGIY 297 
NVLFSVGSTIYHEKRDLLRSWHLPSVFHLRGKQNYTCRCETIVSCDGYWKRIAISPGLY 297 
RVYFSVGSTLYPEHRASLQSWHLPSVFHLNGKQSYTCRCDTWSCEGYWKKITISPGIT 2 98 
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GKTVGYAVTYHAEGFLVCKTTDTVKGERVSFPVCTYVPSTICDQMTGILATDVTPEDAQK 358 

GKTVGYAVTHHAEGFLMCKVTDTVRGERVSFPVCTYVPATICDQMTGILATDVTPEDAQK 351 

GKTSGYAVTHHAGGFLMCKTTDTVDGERVS FS VCTYVPAT ICDQMTGI LATEVTPEDAQK 357 

GKPSGYAATMHREGFLCCKVTDTLNGERVSFPVCTYVPATLCDQMTGILATDVSADDAQK 357 

GETVGYAVTHNSEGFLLCKVTDTVKGERVSFPVCTYIPATICDQMTGIMATDISPDDAQK 358 
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LLVGLNQRIWNGRTQRNTNTMKNYLLPIVAVAFSKWAREYKADLDDEKPLGVRERSLTC 418 
LLVGLNQRIWNGRTQRNTNTMKNYLLPWAQAFSKWAREAKADMEDEKPLGTRERTLTC 411 
LLVGLNQRIWNGRTQRNTNTMKNYLLPIVAQAFSKWAKECRKDMEDEKLLGVRERTLTC 417 
LLVGLNQRIWNGRTQRNTNTMKNYLLPWAQAFARWAKEYKEDQEDERPLGLRDRQLVM 417 
LLVGLNQRIVINGRTNRNTNTMQNYLLPIIAQGFSKWAKERKDDLDNEKMLGTRERKLTY 418 
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C CLWAFKTRKMHTMYKK P DT QT I VKV PSE FN S FV IPS LWS TGLAI PVR S R I KMLLAKKTK 478 
CCLWAFKNHKTHTMYKRPDTQTIVKVPSTFDSFVIPSLWSSSLSIGIRQRIKLLLGPKLS 471 
CCLWAFRKHKTHTVYKRPDTQSIQKVPAEFDSFVIPSLWSSGLSIPLRTRIKWLLSKAPK 477 
GCCWAFRRHKITSIYKRPDTQTIIKVNSDFHSFVLPRIGSNTLEIGLRTRIRKMLEEHKE 477 
GCLWAFRTKKVHSFYRPPGTQTCVKVPASFSAFPMSSVWTTSLPMSLRQKLKLALQPKKE 478 
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-RELIPVLD-ASSARDAEQEEKERLEAELTREALPPLVPIAPAETG-WDVDVEELEYHA 535 

-RDLPYSGD-RNEAREAEKEAEETKEAELTREALPPLVGSNCADD — VDQVDVEELTYRA 527 

YE QL PH S GN- AE E AAQAET DAVE EQE AE LT RE AMP P LQ — ATQDDI-QVEIDVEQLEDRA 533 

P S P L I T AE D- 1 QE AKC AADE AKE VRE AE E LRAAL P P LA — ADFEEP-TLEADVDLMLQEA 533 

EKL LQ VS E E LVME AKAAFEDAQE E ARAEKLRE AL P P L VADKG I E AAAE WCE VE GLQADI 538 
* . **.* ******** . . .*.. 
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GA 537 
GA 529 
GA 535 
GA 535 
GA 54 0 



